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RAW SEQUENCE LISTING 
ERROR REPORT 




CE1VED 



The Biotechnology Systems Branch of the Scientific and Technical Informant 1 4 2000 

Center (STIC) detected errors when processing the following computer readable 

form: TECH CENTER 160Q/2§S$ 



Application Serial Number: 9j2£*¥j 
Source: 

Date Processed by STIC: /^ // /2^ 0 * 



THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION QUESTIONS, PLEASE CONTACT MARK SPENCER, 703-308-4212. 



FOR SEQUENCE RULES INTERPRETATION, PLEASE CONTACT ROBERT WAX, 703-308-4216. 
PATENTIN 2.1 e-mail hrfn; pfltin21help(a>,uspto.gov or phone 703-306-4119 (R. Wax) 
PATENTIN 3.0 e-mail help: patin30helpra).usDto.gov or phone 703-306-41 19 (R. Wax) 

TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CHECKER 
VERSION 3.0 PROGRAM. ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW. 



Checker Version 3.0 

The Checker Version 3.0 application is a state-of the-art Windows based software program 
employing a logical and intuitive user-interface to check whether a sequence listing is in 
compliance with format and content rules . Checker Version 3.0 works for sequence listings 
generated for the original version of 37 CFR §§1.821 - 1.825 effective October 1, 1990 (old 
rules) and the revised version (new rules) effective July 1, 1998 as well as World Intellectual 
Property Organization (WIPO) Standard ST. 25. 

Checker Version 3.0 replaces the previous DOS-based version of Checker, and is Y2K- 
compliant. Checker allows public users to check sequence listings in Computer Readable form 
(CRF) before submitting them to the United States Patent and Trademark Office (USPTO). 
Use of Checker prior to filing the sequence listing is expected to result in fewer errored sequence 
listings, thus saving time and money. ' 



Checker Version 3.0 can be down loaded from the -USPTO website at t he following address: 

http://www.uspto.gov/web/offices/pac/Ghecker 



aw Sequence Listing ErroiWummary 



FRROR DETECTED SUGGESTED CO RRECTION 



SERIAL NUMBER: 



ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WH.CH WERE* INSERTED BY PTO SOFTWARE 



1 



11 



12 



13 



Wrapped Nucleics 



Wrapped Aminos 



Incor/ect Line Length 



The numberAext at the end of each line "wrapped** down to the next line. 
This may occur if your file was retrieved in a word processor after creating K. 
Please adjust your right margin to .3, as this will prevent "wrapping". 

The amino acid number/text at the end of each line "wrapped - down to the next line. 
This may occur if your file was retrieved in a word processor after creajing it. 
Please adjust your right margin to .3, as this will prevent •■wrapping". 



The rules require that a line not exceed 72 characters in length. This includes spaces. 

Misaligned Amino Acid The numbering under each 5th amino acid is misaligned. This may be caused by the\;se ,of tabs 
Kiu^rinn between the numbering. It is recommended to delete any tabs and use spaemg^etween the num 



Numbering 
Non-ASCII 

Variable Length 
Patentln ver. 2.0 "bug" 



numbers. 



Skipped Sequences 
(OLD RULES) 



Skipped Sequences 
(NEW RULES) 



Use of nVor Xaa's 
(NEW f&JL^S)* 



Use of <213>Organism 
(NEW RULES) 

Use of <220>Feature 
(NEW RULES) 



*~7 



Patentln ver. 2.0 "bug" 



This Hie was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text^so that it can be processed. 

Sequence(s) ___ contain n's or Xaa's which represented more than one residue. 
As per the rules, each n or Xaa can only represent a single residue. 
Please present the maximum number of each residue having variable length and 
indicate in the (ix) feature section that some may be missing. 

A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequencefs) Normally. Patentln would automatically generate this section from the ^ 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>-<223> 
sections for Artificial or Unknown sequences. — - 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence; 

(2) INFORMATION FOR SEQ ID NO:X; 

(i) SEQUENCE CHARACTERISTICS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 
This sequence is intentionally skipped 

Please also adjust the "(Hi) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
t400> sequence id number 
000 

Use of n's and/or JCaa's have been detected in the Sequence Listing. 
Use of <220> to ^223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa. and which residue n or Xaa represents. 



Sequence(s) . 



are missing this mandatory field or its response. 



L<??o>F_ealuji ^and assQ .ciaJt£il±£adiQg^. 



A 



Sequence(s) , 



jseor^fJHo''^^ if <213>ORGANISMis "Artificial" or"Unknown • 

Please explain source of genetic material in <220> to <223> section. 

(See "Federal R egister/' 6/01/98, Vol. 63, No. 104, pp. 29631-32) (Sec, i .823 of new Rules) 



Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted 
-file; TfcSOIling in missing mandatory numeric identifiers and responses (as indicated on raw sequence l.st.ng). 
Instead, please use "File Manager or any other means to copy file to floppy disk. 



AKS-Biotechnology Systems Branch- 5/15/99 



1)0 \ 



RAW SEQUENCE LISTING DATE: 12/0.1/2000 

PATENT AP PL! CAT TON : US/0 9/2 84, 697 T T ME : 08: 2 3 : 2 3 



Page 1 of 7 

HATE- 1 2/01/2000 £>lAA JK**>r->*-*^ 



163* 



Does Not Comply 

mput set : At\Es.txt Corrected Diskette Needed 



Output Set: N:\CRF3\12012000\I284697.raw 



M i p c .i. on o i a x l J. (. i c i. ci .( seqt 



3 <110> APPLICANT: HER! STEM THERAPEUTICS S.A. 

5 <120> TITLE OF INVENTION: Pauoreat lc 'Lipases and/or Recombinant; Colipases and 

6 Derived Pol ypo.pt Ides Produced by Plants, Methods for 

7 o b t a i a i n g T 1 1 e m a n d U $ e T he r e o f . 

9 <T 3 0> P I LP! REFERENCE: 1 0 7 4 - 1 1 6 8 PC T - US ootobre 2000 

1 1 <1 4 0> O URREN T AP PL I CAT TON NUMBER : US 0 9/2 8 4 6 9 7 

12 <141> CURRENT FILING DATE: 1999-07-06 
.14 <15 0> PRIOR APPLICATION NUMBER: PC T/FR 97/01862 
15 <151> PRIOR PILING DATE: 199 7-10-17 
17 <16 0> NUMBER OP SEQ ID NOS : 16 

19 <I7 0> SOFTWARE : Pa ten till Ver. 2.1 * / , H 

11 till ™ ™; 1 J^p^-jL. ^ /yiA^^^M^ 

2 3 <212> TYPE: DNA (f ' — * 

24 <213> ORGANISM: Artificial Sequence 

2 6 <2 2 0> FEATURE: 

2 7 <2 2 3 > OTHER INFORMATION : Poser I p t ion of ^Art i t i c i n 1 Sequen ce : ^ 

2 9 <2 2 0> FEATURE: 

3 0 <2 21> NAME/KEY" : mis o_j: ea turej 
3 .1 < 2 2 2 >■ LOO AT I ON: ( 1 ) . . { 6 9 ) ^ 
3 2 <22 3> OTHER INFORMATION:/ 
3 4 <22 0> FEATURE: 
3 5 <2 2I> NAME/KEY: CDS 
3 6 <2 2 2 > LOCAL ION: (!)..< 6 9 ) 

3 8 <30 0> PU BET CAT ION INFORMATION: 
39 <303> JOURNAL: .J . Biol. Chem. 

4 0 <3 04> VOLUME: 2 64 

41 <3 0 6> PAGES: 20042-20048 ^ 

> 42 <307> DATE: 1989 ^ f / (J ^ 

44 <400> SEQUENCE: I. J) Q&JU^-r*^ 

4 5 atg aaa gcc ttc aca etc get etc ttc tta get ctt tec etc tat etc 4 8 7f 

4 6 Met Lys Ala Phe Thr Leu Ala Leu Phe Leu Ala Leu Ser Leu Tyr Leu 
4 7 1 5 10 1.5 

4 9 otg eec aat cca gee cat tec 69 

5 0 Leu Pro Asn Pro Ala His Sex- 
Si 20 

5 4 <210:> SEQ ID NO: 2 

5 5 <211> LENGTH : 23 

5 6 <2I2> TYPE : PPT „ / 





W--> 58 %2 2 C E>/ FEATUBK : £^ /^sy-^JjJf ^ w ^ 

5 8 <?5&> O T H ER I NPO RMAT I o N : Desc r 1 p t. i o n o f A r 1 1 1 i o i a 1 S e qujjn ce : Signal pept i do U m , — 

6 0 <4 0 0> SEQUENCE : 2 / 

01 Mel. Lys Al a Phe Thr Leu Ala Leu Phe Leu A'l a Leu Ser T.cu Tyr Leu / 2 2 / *7 £ C-Z*ZJP (/X^ 

62 .1 5 10 15 ^ / /. 

64 Leu Pro Asn Pro Ala His Ser 

65 20 C^UrC 
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RAW SEQUENCE LISTING 

I'M EN T A P P 1 . I C AT ION : US/09/284 ,697 



DA J. L : 
1 :KI" : 



.1 2/0 1/2000 
0 3:2 3 : 2 3 



Input Set : 
Output. Set : 



A:\ES. tXt 

N: \CRF3\12 0120 0 0\I2 8 46 9 7 .raw 



6 9 <210> SEQ ID NO: 3 

7 0 <211> LENGTH: 111 
71 <2I2> TYPE: UNA 

7 2 <213> ORGANISM: Artificial Sequence 
7 4 <2 2 0> FEATURE: 

75 <223> OTHER INFORMATION: Description oi Artificial Sequence 
7 7 <2 2 0> FEATURE: 

7 8 < 2 2 1 > N AME/K FY : s i g_P« P t i ^ 

7 9 <2 22> LOCATION; ( I ) . . (1.11 

8 0 < 2 2 3 > O I. HE R I NF O KM A T I ON \ ( S i q n a J. 
8 2 <22 0> ' FEATURE : 
8 3 <221> NAME/KEY : CDS 
8 4 <2 2 2> LOCAL ION : (.!)..( I 'l L ) 
8 6 < 3 0 0 > P UBL I CAT I ON I NPORMAT I ON 
8 7 < 3 0 3 > JOURNAL : J . B io I . Chem . 
8 8 <3 04> VOLUME: 264 

8 9 < 3 0 6 > PAGE S : 2 0 042-20048 

9 0 <3 07> DATE: 19 89 





P P S o £' S p or ami n e A 



oi ^Scc^ potato . 



SEQUENCE : 
a a gee tt:c 
/s A.I a Phe 



3 

ac a 
Thr 



etc 
leu 



get 
Al a 



gee 
Ala 



cat 
His 



gee 
Ala 




■ aat eea 
> Asn Pro 
2 0 

ic gaa ccc 
.s Glu Pro 
3 5 

SEO ID NO : 4 
LENGTH : 3 7 
TYPE : PR! 
ORGANISM: Art 

FEATURE ; 

O'L'i! E R I NEOi^M AT 1 ON 
SEQUENCE : 4 



tee 

Ser 



etc 
Leu 



agg 

Arg 



ttc 
Phe 

tte 
Phe. 
25 



tta 
Leu 
10 
aat 
Asn 



got 



ccc 
Pro 



ctt 
Leu 



ate 
He 



tec etc 
Ser Leu 



cge 
Arg 



etc 
Leu 
30 



Tyr 
15 
c c o 
Pro 



etc 
Leu. 



aee 
Thr 



9 6 



.11.1 



f i c i ai Sequence 



Desc r i p t i. on o f Ar t i f i c i a 1 



Lys Ala Phe Thr Leu Ala Leu Phe 



Thr His Glu 



Pro Ala 
2 0 

Pro Ala 



His Ser Arg 



Phe 
2 5 



Leu 
10 
Asn 




120 3 5 

124 <210> SEQ ID NO: 5 

125 <211> LENGTH: 66 

126 <212> TYPE: DNA 

1 27 < 2 1 3 > O R G AN I S M : A r I., i f 1 c i . a .1 S e qu e n c e 

129 <220> FEATURE: 

130 <2 2 3> OTHER INFORMATION: Description of Artificial Sequence 

132 <220> FEATURE: 

133 <22.1> NAME/KEY: i g._.pepU do 
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RAW SEQUENCE LISTING DATE: 
P A j E N ! A P P I , T . C AT .ION : US/ 09/2 8 4 r 69 7 ! I M I" : 



( 2/01/2000 
0 8:23:23 



J. n p u t: Se.t : A:\ES.-txt. 

On t put S (•• t : N : \CKF 3\12012GG0\l284697,raw 



134 <2 22> LOCATION; { 1 ) , . ( 6 6 ■ f \ A~- \^ ~ 3 

1 3 5 < 2 2 3 o T ti ! : R I N I. O EM A T I O N : ( S I g ti a 1 p c p L i do j o f (x a. p p b i t-yg a <> t r i c 1 i p a s e 
13 7 <2 2 0> FEATURE: 
138 <2 2I> NAME/KEY: CDS 

1 3 9 < 2 2 2 > LO C A I TON : { 1 ) . . ( 6 6 ) 
1 41 < 4 0 0 > S EQU E NC E : 5 

14 2 at; 9 tqg q • q ctt ttc afg gtg gca get.: tig eta t.ct gca ctL gga act .48 
14 3 Met Trp Val Leu Phe .Met Val Ala Ala Leu Leu Ser Ala Lea Gly Thr 

1 4^ 4 1 5 1 0 1 5 

146 aca cat ggt cLt ttt gga 6 6 

14 7 Thr His Gly Leu Phe Gly 

14 8 2 0 

151 < 2 .1 0 > SEQ I'D NO: 6 

152 <211> LENGTH: 22 

153 <212> TYPE: PR1 * 

1 5 4 f*XTT\ O R G A N T S M : A r tif icial s e quenne 
15 5[ 



T 




<2 2 0>j FEATURE: 

other INFORMATION: Description of Artificial Sequence (signal peptide^/ "\ 
<4()0> SEQUENCE: 6 ^ rtj^jf^ /Z^US-***— 

Met Trp Val Leu Phe Met Val Ala Ala Leu Leu Ser Ala Leu Gly Thr jf 

1 5 10 15 V 

Thr His (LLy Leu Phe Gly 
20 



yi ATJt^rTTr^De^ r 1 p 1 1 o n o f A r t; i f i c i a .1 . s e q u e n e e \Si g n a T p e p friciey 



SEQ ID NO: 7 
LENGTH : 4 8 
TYPE: DNA 

ORG ANT SM : Art I f 1 c i a 1 Sequence 
FEATURE 
OTHER INFORMAJ 
FEATURE: 

NAM E /KEY :(^sig_p e p t i . d 
LOCATION: {Ty^T^)7 

OT'H ]"]< I NFORMAT ION: fs 1 gna 1 pept id e/ o f P S HP L . 
FEATURE: 
NAME/KEY : COS 
LOCATION : ( i ) . . ( 4 8 ) 

OTHER INFORMATION: The cleavage sequence, between the two sequences 
coding for- PSPHP.L and HPL is Gly-Lys. 
SEQUENCE : 7 

tg oca ctt tgg act ctt tea el g ctg ctg gga gca gta gca gga 
:-iu Pro Leu Trp Thr Leu Ser Leu Leu Leu. Gly Ala Val Ala Gly 
5 .10 15 

SEQ ID HO: B 

LENGTH : 16 V - 
TYPE: PRT 

0 RG AN" I S M ; A r t l ! 1. c i a 1 S e q u e n c e 



A 



4 8 



F FEATUBE t 

OTHER INFORMATION: Description of Artif ic/Lai' Sequence^ Signal peptide 



SEQUENCE : B 
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RAW SEQUENCE LISTING 

PAT TINT APPLICAT LOW : US/0 9/2 8 4, 697 



DAT E : 12/01/2000 
TIME: 08:23:2.'* 



.1 9 8 

J. 9 9 
20 3 
204 

20 5 
206 
208 
209 

21 1 
212 
213 
2 .1 4 
2.16 
217 
2 1 8 
2 2 0 
2 2 1 
222 

22 3 
225 
226 

22 7 
2 3 0 
2 3 1 

23 2 
2 3 3 
23- 
2 3 4' 

23 6 
237 
238 

24 0 
24.1 
24 5 
246 
24 7 
24 8 
250 
2 5 1 
2 53 
2 5 4 
255 
256 
258 
2 59 
26 0 
261 
262 
26 4 



I a gut S e t : A:\ES.txt 

Output Set: N:\CEF3\12012000\I2 84697.xaw 

Mel, Leu Pro Leu Trp Tin: Leu Ser Le.u Leu Leu Gly Ala Val Ala 
.1 5 ■ 10 15 

<210> SEQ 10 NO: 9 
<211> LENGTH: 6 6 

<2.l.2> i rpp : dm a 

<2.1 3> ORGANISM : Art i f i c ia .1 Sequ ence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATIO N : De scription 
<2 2 0> FEATURE 
<221> 
:2 2 2> 




of Artificial Sequences 




atg (. <iq qtq ctt ttc atg qtg go a get t_ 
Met Trp val Leu Phe Met Val Aid Ala I, 

1 5 
no a. eat ggt ctt ttt gga 
T h r His Gly Leu Phe Gly 
20 

<2.10> SEQ ID NO : 10 
<211> LENGTH: 2 2 
<2.12> TYPE ; PRT 

ORG AN IS M : Artificial S e qu e n c e 



de of HPCOL 



tg eta tot gca ett gga 
eu Leu ser Ala Leu Gly 
10 ' .15 



act; 4 8 
T hr 



OTHER I NFORMAI .ION 
<4 0 0> SEQUENCE: 10 

Met Trp Val Leu Phe Met Val Ala Ala I. 

1 5 
Thr His Gly Leu Phe Gly 
20 

<210> SEQ ID WO: 11 
<211> LENGTH: 51 
<2L2> TYPE: DMA 

< 2 1 3 > ORGANISM : Art 1 f i c i a 1 S eque n ee 
<2 2 0> FEATURE; 
<22 3> OTHER I 'N FORMAT IONj. 
<22 0> FEATURE: 
< 2 2 1 > NAME/ KEY ; Qj^ g_pept 
< 2 2 2 > LO C A T I O N : (1) \~T5' 
<22.3> OTHER. INFORMATION 
<220> FEATURE: 
<221> NAME/ KEY: CDS 
< 2 2 2 > LOG AT ION : ( 1 ) . . ( 5 1 ) 
< 2 2 3 > 0 T H E R I N F ORMAT ION: T h e c I e a v a g e 
eo ctin g for PS HPCOL and HPCOL is 
<4 0 0> SEQUENCE: 11 



D e s c r i p t i o r.t o v l\r t i f i c i a 1 s equ e n oe 




eu Leu Ser Ala Leu Giy 
10 15 



Thr C^Cvl /MtA^UL^ 



os c r 1 p 1 1 o n o ! Ar 1 1 I 1 c i a .! S e q u e n c 



de/of PS HP COL . 





sequence between the two sequences 
Ala-Lys . 
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12/1/00 



Page 5 of 7 



RAW SEQUENCE LISTING 

P A T EN T A P P LI C AI ION : US/09/284,6 97 



DATE: 12/01/2000 
TIME: OB: 23: 23 



Input Sot : A:\ES.txt 

Output Set: N:\CRF3\12012000\l284697.xaw 



26 5 
266 
2 6 7 

26 9 
.270 

27 3 
27 4 

27 5 

2 7 6 
277< 
277 
279 

28 0 
281 
28 3 
28 8 

28 9 

29 0 
291 
29 3 
294 
29 5 
29 7 
29 8 

29 9 
300 

30 J 

3 02 
30 4 
305 
3 0 8 
309 
3 1 0 
3.11 
313 
314 
3 ,1 5 
317 
3 1 8 
319 
320 
321 
322 
324 
32 5 
3 2 8 
3 2 9 
330 
3 3 1 



a a g 
Lys 



Ctq 
leu 



i; 



ate etc 
1 1 e Lgu 



otg ett 
Leu Leu 



gtc 
Va 1 
10 



9 ° c 
Ala 



etc 
Leu 



tot 

Ser 



qtq 
V'al 



gee 
Ala 
1:3 



a tg gag 
Met Glu 
1 

go a. 

a:.u 

<210> SEQ ID NO: 
<211> LENGTH: 17 
<212> TYPE: PRT 
j^2~j-g ^ 0 KG A M I S II : Ar t i i: i c 1 a I 
< 2 2 0 >J FEATURE : 

^g-S> 0 T H E R I NFO KM AT I O N : D escri p 1 1 o ft o f A r t i I" i c i a I S e q i j. e n c e 

<400> SEQUENCE: 12 

Met Glu Lys He J .en lie Leu Leu Leu Va.L Ala Lou Ser Val 



ta t 

Tyr 



4 8 



TECH COTEB 10OHSStti 



Sequence 



10 




Ala 

<210> 
<211> 
<212> 
<213> 
<2 20> 
<223> 



i: 



SEQ ID NO : 
LENGTH : 32 
TYPE: DNA 

ORGANISM: Artificial Sequence 
FEATURE : 

O T H E R l W PO R MAT "J" ON: Descrip t i on o 1" A rf. 1 f i.ei a I 
S eq u e a c e : o 1. i gode ox y n 1 1 c 1 eot i de 
FEATURE: 

NAME/KEY: m.Lsc_J:"eature . 
LOCATION ; ( 1 ) . . ( 32 ) 

OTHER .INFORMATION: Oligodeoxynuc leot ide used to construct the adapter 
c a r r y ing re. s t r icti o n s i tes P a c 1, Asc 1 , mlu.L . a n d 
li e a I . 

SEQUENCE : 13 

agctgattaa ttaaggegog ccacgcgtta ac 3 2 

<21.0> SEQ ID MO: 14 
LENGTH: 3 2 
TYPE : DNA 

O RG AN I S M : Art. i f i c i a 1 S e q u e n c e 
FEATURE : 

O T 11 E R I N P 0 RMAT TON: Descrip tio n o t A r t i 1 i e : i . a J . 
S eq u e n c e ; o 1 i g od eoxy n u c 1 e o t i de 
FEATURE : 

N AM E / K E Y : m i s c_ f eatur e 
LOCATION; (1) . . ( 32) 

OTHER INFORMATION: 01igodeoxyiiucleoti.de used to construct the adapter 
c a r r y i. n g t h e res t ric: t ion s i t e s P a c 1 , Asci , M 1 nl 
and Hpal . 
<4 0 0> SEQUENCE: 14 

a a 1 1 g 1 1. a a c g' c g t g g c g o g c c t t a a 1 1 a a t c 
<210> SEQ ID NO: 15 
<211> LENGTH : 523 
<21 2> TYPE: DNA 
<213> ORGANISM: Homo sapiens 



<2 2 0> 
<221> 
<22 2> 
<22 3> 



<4 0 0> 



<2I1> 
<21.2> 
<213> 
<2 2 0> 
<2 2 3> 

<2 2 0> 
<2 21> 
<222> 
<22 3> 



3 2 
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VERIFICATION SUMMARY 

PAT ftM'f APPLICATION" : 



US/09/284,697 



DATE : .12/01/2000 
TIME: 08:23:24 



I r :i p u t S e t : A:\ES.txt 

On t. pu t. S e t : N : \CRF 3 \1 2 0 1 2 0 0 0 \I 2 8 4 6 9 7 . raw 



L:12 M:271 C: Carrent riling Dale differs. Replaced Current Filing DaLe 

j , : 4 2 M : 28 5 W : I n v a 1 i d .) o u r n a 1 i) a t e : W r o I J q ■ Y Y Y Y - MM - D U , MMM -YYYY o r 3 E A S ON - Y Y Y Y , W ro n g J o u r n a I D a Le ; YYYY - MM. - 
DM, MMM "YYYY" or Sea son - YYYY 

L: 58 M : 2 5 8 W : Mandatory Feature missing, <220> FEATURE: 

L:90 14 : 28 5 W: Invalid Journal Date: Wrong YYYY- MM ~ DD , MMM - Y ¥ Y Y" or SEASON - YYYY , Wrong Journal Date : YYYY -MM- 
DD , MMM ~ Y Y V Y o r S C a S on -YYYY 

L: 11 0 M:258 w : Mandatory Feature m is si. tig, <220> FEATURE : 
1 ; : 1 5 5 M: 258 W: M a n d a to ry F e a t u r e m i . s s i i 1 g , < 2 2 0 > F E AT U RE : 
J- : 19 5 M; 258 W ; Ma n da t o ry F e. a 1 1 1 r e miss In y , < 220 > ± '.EATUK E : 
L:234 M:258 W: Mandatory Feature missing, <220> FEATURE: 
L:277 M:2 r 58 W: Mandatory Feature missing/ <220> FEATURE: 
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